The human papillomavirus (HPV) is the main cause of cervical cancer in developing countries. HPV is common in all socioeconomic groups and is spread all over the world. There are more than 100 types of HPV which are divided into high risk and low risk groups. Molecular method is one of the rapid and accurate methods to study HPV genotypes.
Background:
The human papillomavirus (HPV) is the main cause of cervical cancer in developing countries. HPV is common in all socioeconomic groups and is spread all over the world. There are more than 100 types of HPV which are divided into high risk and low risk groups. Molecular method is one of the rapid and accurate methods to study HPV genotypes.
Methods & Materials:
The study was conducted in 417 married women with Pap smear samples, referring to gynecology clinics in health center of Firouzgar hospital. The detection of 22 HPV genotypes was performed by using the Multiplex PCR technique. HPV DNA was extracted from positive samples using EzHigh TM DNA Extraction kit. The epidemiological survey of HPV positive samples were evaluated using SPSS 16 software.
Results: HPV was detected in 159 of 417 (38.1%) married women aged 17-85 years. In 22 different age groups among women infected with human papillomavirus, HPV16 (19.1%) was the most frequent HPV types, followed by HPV 39, 18 (12.5%). The highest rate of HPV infections was observed at the age 36 (7.7%). HPV 16 is most common high risk types among HPV positive women who had malignancy history but HPV 35 and HPV 38 are more frequent in women with underlying diseases.
Conclusion: To determine genotypes of HPV and disease management, accurate screening programs are required. Study of prevalence of HPV in each geographical region could be essential to design effective strategies for vaccination against HPV. Background: People living with Human Immunodeficiency Virus (HIV) are more prone to opportunistic infection including urinary tract infection (UTI) due to progressive immune dysfunction by the virus. The study was conducted to determine the prevalence of UTI among HIV patients attending Seventh Day Adventist Hospital Aba (SDA) for routine antiretroviral therapy as well as the effect of CD4+ count on the prevalence of UTI.
Methods & Materials: Clean catch mid stream urine and blood was collected from 104 HIV positive patients between June 2015 -September 2015 comprising of 35 men and 69 women. The HIV patients consisted of 67 highly active antiretroviral therapy (HAART) subjects and 37 HAART naïve subjects. Urine samples were cultured, isolates identified and antibiogram was carried out using standard microbiological procedures. CD4 + T-cell counts were measured by the FACS count system using the FACS flow cytometer.
Results: The overall prevalence of UTI was 40.39% with 52.17% occurring in females and 17.14% in males which was statistically significant. Escherichia coli (68.18%) was the most predominant isolated pathogen followed by Klebsiella pneumonia (15.91%), Enterobacter spp (11.36%) and Staphylococcus aureus (4.55%). In the relationship between UTI and CD4 + count a greater percentage of UTI infected participants had CD4 + count greater than 200 cell/l (41.33%) than those with CD4 + < 200 cell/l (37.93%) which was statiscally non significant. Age group 60 -above had the highest prevalence of 100% followed by age group 30 -44 (44.9%) which was statistically non significant cell/l . Only HIV patients on HAART had non significantly higher prevalence of UTI compared with non HAART users (41.79% vs 37.84%) (P > 0.05). The antibiogram showed that the drugs of choice were gentamycin (93.18%) and ciprofloxacin (72.73%). Most bacterial isolates were resistant to nalidixic acid (84.09%), trimethoprim -sulfamethoxazole (63.63%) and Ampicillin (56.09%).
Conclusion: This study draws attention to high prevalence of UTI among HIV patients in Aba metropolitan. Therefore, there is need for HIV patients to be examined for UTI.
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